Here, we report the draft genome sequence of Halomonas eurihalina MS1, which was isolated from saline soil in Alicante, Spain, and causes the condition known as "red heat" in salt-packed cured hides, decreasing their commercial value for leather production.
3,652; total number of CDSs, 3,576; number of CDS coding genes, 3,526; number of RNA genes, 76; number of rRNAs, 5; number of tRNAs, 66; number of noncoding RNAs, 5; number of pseudogenes, 50. Based on the sequencing data, the strain was identified as H. eurihalina by using the Bacterial Analysis Pipeline.
These genomic data will be worthwhile for understanding H. eurihalina MS1 prevalence and should offer a novel understanding of the persistence of this strain in salt facilities and of effective control measures against such strains, which are responsible for red heat in salt-packed cured hides.
Data availability. The whole-genome shotgun projects reported here have been deposited in DDBJ/ENA/GenBank under accession number VTPU00000000 and BioProject number PRJNA562905. The raw reads are available in the Sequence Read Archive (SRA) under accession number SRR10095887. The version described in this paper is the first version.
